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Germination of Rice Seeds
Bing-Xian Chen, Wen-Yan Li*, Yin-Tao Gao, Zhong-Jian Chen, Wei-Na Zhang,
Qin-Jian Liu, Zhuang Chen and Jun Liu
Argo-biological Gene Research Center, Guangdong Academy of Agricultural Sciences, Guangzhou, China
Seed germination is a complicated biological process that requires regulated enzymatic
and non-enzymatic reactions. The action of polyamine oxidase (PAO) produces
hydrogen peroxide (H2O2), which promotes dicot seed germination. However, whether
and, if so, how PAOs regulate monocot seed germination via H2O2 production is unclear.
Herein, we report that the coleorhiza is the main physical barrier to radicle protrusion
during germination of rice seed (a monocot seed) and that it does so in a manner
similar to that of dicot seed micropylar endosperm. We found that H2O2 specifically
and steadily accumulated in the coleorhizae and radicles of germinating rice seeds and
was accompanied by increased PAO activity as the germination percentage increased.
These physiological indexes were strongly decreased in number by guazatine, a PAO
inhibitor. We also identified 11 PAO homologs (OsPAO1–11) in the rice genome,
which could be classified into four subfamilies (I, IIa, IIb, and III). The OsPAO genes
in subfamilies I, IIa, and IIb (OsPAO1–7) encode PAOs, whereas those in subfamily
III (OsPAO8–11) encode histone lysine-specific demethylases. In silico-characterized
expression profiles of OsPAO1–7 and those determined by qPCR revealed that OsPAO5
is markedly upregulated in imbibed seeds compared with dry seeds and that its
transcript accumulated to a higher level in embryos than in the endosperm. Moreover,
its transcriptional abundance increased gradually during seed germination in water and
was inhibited by 5 mM guazatine. Taken together, these results suggest that PAO-
generated H2O2 is involved in coleorhiza-limited rice seed germination and that OsPAO5
expression accounts for most PAO expression and activity during rice seed germination.
These findings should facilitate further study of PAOs and provide valuable information
for functional validation of these proteins during seed germination of monocot cereals.
Keywords: seed germination, polyamine oxidases, hydrogen peroxide, Oryza sativa, OsPAO5, gene expression,
in silico analysis
INTRODUCTION
Seed germination involves complex physiological and biochemical processes, e.g., signal
transduction and gene expression regulation (Bewley, 1997; Finch-Savage and Leubner-Metzger,
2006; Gomes and Garcia, 2013; He and Yang, 2013; Han and Yang, 2015). For dicot seeds, e.g.,
Arabidopsis (Arabidopsis thaliana), tomato (Solanum lycopersicum), cress (Lepidium sativum)
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and tobacco (Nicotiana tabacum), their micropylar endosperm
(usually denoted the endosperm cap) is mechanically strong
and acts as a physical barrier to the completion of germination
(Leubner-Metzger and Meins, 2000; Nonogaki et al., 2000; Müller
et al., 2006; Iglesias-Fernandez and Matilla, 2010; Nonogaki,
2014). In monocot seeds, particularly those of cereals, e.g.,
barley (Hordeum vulgare), rice (Oryza sativa), and purple
false brome (Brachypodium distachyon), the coleorhiza, which
is a non-vascularized multicellular embryonic tissue covering
the seminal seed root, is believed to regulate emergence of
the radicle during germination (Millar et al., 2006; Gonzalez-
Calle et al., 2015). It has been assumed that dicot seed
germination is controlled by the mechanical force of the imbibed,
elongating radicle on the endosperm cap and by inherent cap
weakening driven by enzymatic (i.e., endo-β-1,4-mannanases
and pectin methylesterases) and non-enzymatic reactions [e.g.,
those involving reactive oxygen species (ROS); Nonogaki et al.,
2010; Zhang et al., 2014; Scheler et al., 2015; Chen et al.,
2016]. Given the physical and chemical similarities of dicot and
monocot seed structures, logically similar enzymatic and non-
enzymatic mechanisms would be required during monocot seed
germination.
Previous studies have shown that ROS, e.g., the superoxide
radical (O2−), hydrogen peroxide (H2O2), and the hydroxyl
radical (·OH), function as positive and negative signaling
molecules during seed germination (D’Autreaux and Toledano,
2007; Tripathy and OelMüller, 2012; Gomes and Garcia, 2013).
The involvement of ROS in seeds, e.g., endosperm weakening,
mobilization of seed reserves, protection against pathogens, and
programmed cell death, is well-known (El-Maarouf-Bouteau
and Bailly, 2008; Gomes and Garcia, 2013). H2O2 serves as
a molecular ‘hub’ during ROS-mediated signaling in plants;
specifically, in seeds it is important for cell wall loosening, which
is necessary for seed germination (Quan et al., 2008; Gomes
and Garcia, 2013; Wojtyla et al., 2016). The ROS with the
greatest reactivity and shortest life span is ·OH, which is formed
from O2− and H2O2 in the apoplast by the action of cell wall
peroxidases and can directly degrade cell wall polysaccharides,
thereby loosening the cell wall (Schweikert et al., 2000; Müller
et al., 2009).
Polyamine (PA) catabolism is an important pathway for
H2O2 generation. Polyamine oxidases (PAOs) generate H2O2 by
oxidative degradation of the PAs putrescine (Put), spermidine
(Spd), and spermine (Spm). PAs are aliphatic amines of relatively
small molecular mass involved in various physiological processes
in plants, e.g., growth, development, and stress responses
(Alcázar et al., 2010; Mattoo et al., 2010). The PAOs, copper-
dependent diamine oxidases (EC 1.4.3.6), and flavin adenine
dinucleotide-associated PAOs (EC 1.5.3.11) catalyze oxidation of
deaminated moieties at primary and secondary amino groups
while generating H2O2 as a product (Kusano et al., 2008;
Moschou et al., 2012; Planas-Portell et al., 2013). Based on
the chemical structures of their reaction products, PAOs are
classified as: (i) those responsible for terminal catabolism of
PAs, during which the carbon on the endo-side of the N4-
nitrogens of Spd and Spm is oxidized-these PAOs are only
found in plants (Cervelli et al., 2006; Moschou et al., 2008b;
Liu et al., 2014a); (ii) those responsible for back-conversion
of PAs by oxidizing the carbon on the exo-side of the
secondary amino of N1-acetylderivatives in animals and non-
acetylated PAs in plants (Tavladoraki et al., 2006; Kamada-
Nobusada et al., 2008; Moschou et al., 2008b; Ono et al.,
2012); (iii) those that contain a PAO domain but do not
deaminate PAs; instead they demethylate histone H3K4 in
animals and plants (Shi et al., 2004; Spedaletti et al., 2008;
Mosammaparast and Shi, 2010; Luo et al., 2014; Prakash et al.,
2014).
The biological significance and physiological functions of
PAOs from several organisms have been characterized. For
example, the PAOs in the monocots maize (Zea mays;
ZmPAO1), barley (HvPAO1 and HvPAO2), and rice (OsPAO7)
are involved in the terminal catabolism of PAs, and they
oxidize the carbon at the endo-side of the N4 of Spm
and Spd to produce N-(3-aminopropyl)-4-aminobutanal and
4-aminobutanal, respectively, 1,3-diaminopropane, and H2O2
(Tavladoraki et al., 1998; Cona et al., 2005; Cervelli et al., 2006;
Liu et al., 2014a). The five PAOs in Arabidopsis (AtPAO1–5)
and four of seven PAOs in rice (OsPAO1, OsPAO3, OsPAO4,
and OsPAO5) catalyze the back conversion of Spm (or T-Spm)
to Spd and/or Put in a manner similar to that of animal
PAOs/SMOs (Kamada-Nobusada et al., 2008; Moschou et al.,
2008c; Takahashi et al., 2010; Fincato et al., 2011; Liu et al.,
2014b). Moreover, the aforementioned PAOs are found in
different subcellular locations, during different developmental
stages, or have different tissue-specific expression profiles.
For example, ZmPAO1, HvPAO1/2, and OsPAO7, involved
in terminal catabolism of PAs, are located at the edge of
the plant cell although HvPAO1/2 and OsPAO7 expression is
greatest in ear organs, sterile spikelets, and anthers (Tavladoraki
et al., 1998; Cona et al., 2005; Cervelli et al., 2006; Ono
et al., 2012; Liu et al., 2014a). In contrast, AtPAO1–5 and
OsPAO1/3–5, involved in back-conversion of Spm and T-Spm,
are present in the cytoplasm and peroxisomes, with the OsPAO3–
5 transcription levels greatest in 2-weeks-old seedlings and
the OsPAO1 expression lowest (Fincato et al., 2011; Ono
et al., 2012). In addition, the most abundant transcripts of
AtPAO1/2/3/5 are in flowers, whereas the highest level of AtPAO4
expression is found in young seedlings, particular in their roots
(Takahashi et al., 2010). Furthermore, AtPAO4 deficiency is
induced by alterations in the expression of genes related to
drought stress response and flavonoid biosynthesis (Kamada-
Nobusada et al., 2008). Interestingly, the third group of PAOs,
the Arabidopsis and rice homologs of human lysine-specific
demethylases, regulate flowering time and, for Arabidopsis seed
dormancy, by demethylation of histone H3K4 (Shi et al., 2004;
Jiang et al., 2007; Spedaletti et al., 2008; Mosammaparast and
Shi, 2010; Luo et al., 2014; Shafiq et al., 2014; Zhao et al.,
2015).
Although these studies on Arabidopsis, maize, barley, and
rice PAOs have led to an understanding of their biochemical
properties and physiological functions, characterization of PAO
functions during rice seed germination has not been undertaken.
Recent work has shown that ROS may have a regulatory role
during the life stages of seeds, e.g., germination and release
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from dormancy (Nonogaki, 2014). Therefore, because PAOs
generate H2O2, they may be involved in seed germination via PA
catabolic pathways. For the study reported herein, we performed
a comprehensive evaluation of the role(s) played by PAOs during
germination of rice seeds. Our study included characterizing
the morphology of the germinating seeds, a histochemical
analysis, quantification of ROS accumulation, measurement
of PAO activity, and assessment of PAO gene expression
profiles. The results should increase our understanding of the
involvement of rice PAOs and their reaction product H2O2 in
coleorhiza-limited seed germination and allow for further studies




Guazatine, N,N′-dimethylthiourea (DMTU), nitroblue tetra-
zolium (NBT), 3, 3-diaminobenzidine hydrochloride (DAB),
3,3′,5,5′-tetramethylbenzidine (TMB), Spm, Spd, Put, 4-amino-
antipyrine, N,N′-dimethylaniline, and horseradish peroxidase
were purchased from Sigma-Aldrich. Water used was always
doubly distilled.
Plant Materials and Seed Germination
Rice seeds (O. sativa ssp. japonica cv. Nipponbare) with the glume
removed were placed into a transparent plastic germination
box (12 cm × 12 cm × 6 cm) containing two layers of
filter paper soaked in water; 5 mM DMTU; 10 mM H2O2;
5 mM guazatine; 5 mM DMTU plus 10 mM H2O2; or
5 mM guazatine plus 10 mM H2O2 (20 mL each). The
seeds were incubated in a growth chamber at 28 ± 1◦C
under a 16-h light/8-h dark photocycle (10,000 lux). Seeds
with protruding radicles were regarded as having finished
germination and were counted at 6-h intervals from 12 to
48 h. The number of germinated seeds at each time point was
converted to a percentage, and the mean value ± SE of three
biological replicates of 100 seeds each was calculated. Seeds were
photographed using the stereomicroscope (SteREO Lumar V12,
Zeiss, Germany).
Histochemical Localization and
Quantification of O2− and H2O2
We used NBT and DAB, respectively, to stain seeds for O2− and
H2O2 as described (Zhang et al., 2014; Chen et al., 2016). After
rice seeds had imbibed water or 5 mM guazatine for 3, 6, 12, 24,
or 48 h, five whole seeds and five half granule seeds containing
the embryos were removed and incubated with 1 mM NBT in
10 mM Tris-HCl (pH 7.0), or 1 mg/mL DAB (pH 3.8) at room
temperature for 30 min, then washed with double-distilled water,
and photographed using the stereomicroscope (SteREO Lumar
V12, Zeiss, Germany).
The rate of O2− production (nmol O2−·min−1·g−1 FW)
and H2O2 concentration (µmol·g−1 FW) were spectro-
photometrically measured as described [fresh weight (FW);
Zhang et al., 2014; Chen et al., 2016]. Thirty embryos at each
aforementioned imbibition time points were used for each type
of measurement, and the mean value ± SE of three biological
replicates were calculated.
Histochemical Detection of Peroxidase
Activity
POD activity was detected histochemically by TMB staining as
described (Zhang et al., 2014; Chen et al., 2016). Rice seeds were
imbibed in water or 5 mM guazatine for the aforementioned five
times. Five whole seeds and five half granule seeds containing
their embryos were incubated in 0.2% (w/v) TMB, 1 mM
H2O2, 20 mM phosphate (pH 6.5) at room temperature for
30 min, then washed with water, and photographed using the
stereomicroscope (SteREO Lumar V12, Zeiss, Germany).
PAO Activity Assay
Embryos (0.2 g) from whole seeds imbibed for the
aforementioned five times were extracted and immediately
ground in a TissueLyser-24 (Shanghai Jingxin Industrial
Development, Co., Ltd, China) at 4◦C in 1.0 mL 0.1 mol/L
sodium phosphate (pH 6.5). The homogenates were centrifuged
at 10,000 × g and 4◦C for 20 min. The supernatants were
individually transferred into new tubes and centrifuged again at
5,000× g and 4◦C for 5 min. The second set of supernatants were
assayed for PAO activity. To determine the optimal substrate and
wavelength for PAO activity measurements, first the oxidation
of Spm, Spd, or Put was observed after horseradish peroxidase
oxidation of 4-aminoantipyrine and N,N′-dimethylaniline
monitored between 300 and 800 nm (Su et al., 2006; Tavladoraki
et al., 2006; Liu et al., 2014a). The reaction solutions (3.0 mL)
each contained 2.5 mL 100 mM sodium phosphate (pH 6.5),
100 mM 4-aminoantipyrine, 1 mM N,N′-dimethylaniline, 0.1 mL
horseradish peroxidase (250 U/mL), 0.2 mL of a crude enzyme
extract and 0.2 mL of a substrate (20 mmol/L Spm, Spd, or Put).
Assays were initiated by addition of a substrate and incubated
at 30◦C for 30 min. A515 was measured using a Multiskan
Spectrum spectrophotometer (Varioskan Flash, Thermo, USA).
A 0.01 change in the A515 was defined as one enzyme activity
unit.
Identification and Phylogenetic Analysis
of a PAO Gene Family
The latest non-redundant set of protein sequences for the
monocot, O. sativa, and eudicot, A. thaliana, were retrieved
from the Rice Annotation Project Database1 and the Arabidopsis
Information Resource (TAIR v10.02), respectively. The sequences
were incorporated into an in-house database and the procedures
described in Li et al. (2014), Chang et al. (2016) were used
to identify the rice and Arabidopsis PAO homologs, with
the one difference that the family specific amino oxidase
domain (PF01593) HMM profile was used in the HMM search.
Then, after aligning the amino oxidase domain sequences of
1http://rapdb.dna.affrc.go.jp/index.html
2http://www.arabidopsis.org/
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the identified PAO proteins, they were used to construct a
phylogenetic tree as described in Li et al. (2014), Chang et al.
(2016).
In silico Expression Profiles (Heat Maps)
and Quantitative Real-Time PCR (qPCR)
of PAO Homologs
We used the Os_51k microarray data in the Genevestigator V3
database to analyze the expression profiles of rice PAO genes, by
constructing heat maps from the data sets (Hruz et al., 2008).
To characterize the expression profiles of OsPAO genes by
qPCR, 30 embryos from seeds incubated in water or 5 mM
guazatine for the aforementioned five imbibition times were
extracted and immediately frozen at −80◦C. Total RNA was
isolated using Column Plant RNAout 2.0 kit reagents (TIANDZ,
China) according to the manufacturer’s instructions, and qPCR
was performed as described (Li et al., 2014; Chang et al., 2016).
The gene-specific primers used (Supplementary Table S3) were
designed to avoid conserved regions, introns, and an exon–exon
junction. OsGAPDH1 (RAP-DB ID: Os02g0601300) expression
served as the internal control. Mean value± SE of three biological
replicates were calculated.
Statistical Analysis
Data are presented as the mean± SE of three replicates. One-way
analysis of variance was used to compare mean values, and when
significant, differences between individual means were compared
with the Fisher’s least-significant difference test. Student’s t-test
were conducted to evaluated variances in the expression levels of
OsPAO1–7.
RESULTS
Rice Seed Germination is Promoted by
Exogenous and PAO-Produced
Endogenous H2O2, But Is Inhibited by
DMTU and Guazatine
To determine whether PAO production of H2O2 promotes
germination of rice seeds, we characterized the morphology
and percentage of germinating seeds that had been imbibed
in only water or in aqueous solutions containing exogenously
added H2O2, DMTU (a scavenger for H2O2), guazatine (a
competitive inhibitor of PAOs), H2O2 and DMTU, or H2O2 and
guazatine at various times (Figure 1). The first seeds to complete
germination in water did so by 12 h [Figures 1A(top),B,C];
50% of the seeds incubated in water completed germination
by 30 h, and 84% within 48 h (Figures 1B,C). Germination
was promoted by 10 mM H2O2 but inhibited by 5 mM
DMTU (Figure 1B). When the seeds were imbibed in 5 mM
DMTU plus 10 mM H2O2, the germination percentage was
always less than that for seeds germinated in water alone
but greater than that for seed germinated in 5 mM DMTU
(Figure 1B). Notably, 5 mM guazatine did not introduce a
lag period before germination was observable, but reduced
the germination percentage and inhibited the growth of the
FIGURE 1 | Morphologies and germination time courses of rice seeds.
(A) Morphologies of rice seeds imbibed in (top) water or in (bottom) 5 mM
guazatine. Germination time courses for rice seeds imbibed in (B) water,
10 mM H2O2, 5 mM DMTU, 5 mM DMTU plus 10 mM H2O2, 5 mM
guazatine, or (C) water, 5 mM guazatine or 5 mM guazatine plus 10 mM
H2O2. Germination number was scored every 6 h for 48 h, and the results are
presented as the cumulative germination percentages. Data are the
mean ± SE of three biological replicates of 100 seeds each.
coleoptile and radicle (Figures 1A,C). When seeds were imbibed
in 5 mM guazatine plus 10 mM H2O2, the extent of germination
was completely recovered at each time point (Figure 1C).
These results demonstrate that a PAO(s) may promote rice
seed germination by producing H2O2 via oxidative degradation
of PAs.
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ROS are Produced and Accumulate in
the Embryo and Aleurone Layer of the
Rice Seed upon Imbibition in Water, But
This Process Is Partially Inhibited by
Guazatine
To characterize the distribution of ROS in germinating seeds, the
presence of H2O2, O2−, and POD activity (an indirect measure
of the production and accumulation of ·OH) were detected,
respectively, by DAB, NBT, and TMB staining of the aleurone
layer and embryo. H2O2, O2−, and ·OH accumulated throughout
the time course of the germination period. The embryo and
aleurone layer were somewhat stained by all three stains, whereas
the starchy endosperm was not (Figures 2A,C,E,F).
When seeds imbibed only in water, the whole seed was stained
by DAB, with the embryo, especially its radicle, coleorhiza, and
coleoptile, most strongly stained (Figure 2A). Staining of the
embryo increased as the imbibition time increased, except that
the coleoptile was only faintly stained at 48 h. Conversely, for
seeds imbibed in 5 mM guazatine, their embryos, especially their
radicles, were stained to a lesser extent (Figure 2A). The H2O2
content in the embryos was quantified spectrophotometrically
(Figure 2B), which showed that when seeds were imbibed in
water, the H2O2 content in the embryo increased throughout the
imbibition time. However, when seeds were imbibed in 5 mM
guazatine, their H2O2 content increased more slowly and its
concentration in the embryos was greatly reduced compared with
that for embryos imbibed in water. These results agree with
those of the histochemical staining (Figure 2A), indicating that
guazatine significantly inhibits H2O2 production in the embryos
of germinating rice seeds.
Production and accumulation of O2− were also investigated
by NBT staining of the embryos of the rice seeds imbibed in
water or 5 mM guazatine. When the seeds were imbibed in
water, their embryos were stained only after 12 h, and moreover,
their coleorhiza, coleoptile, and radicle stained strongly after
12 h. As was found for water imbibition, the embryos were
not initially stained when the seeds were imbibed in 5 mM
guazatine, but were stained after 12 h (Figure 2C). The
rate of O2− production in the embryos was also quantified
spectrophotometrically (Figure 2D) and found to increase slowly
before 6 h of water imbibition, increase rapidly thereafter,
and be maintained between 24 and 48 h. When seeds were
imbibed in 5 mM guazatine, however, the rate of O2−
production was not significantly different to that found for
water imbibition throughout most of the experiment. Therefore,
unlike H2O2 production, O2− production was not suppressed by
guazatine.
Because POD catalysis produces ·OH (Schopfer et al., 2001;
Liszkay et al., 2004; Ren et al., 2008; Gonzalez-Calle et al., 2015),
we assessed the POD activity in rice seeds that had been imbibed
in water or in 5 mM guazatine by TMB staining (Figure 2E).
Whole seeds imbibed in water or guazatine were completely TMB
stained after 12 h. The intensity of the TMB stain in the embryo
increased throughout the imbibition time in water and guazatine.
For seeds imbibed in 5 mM guazatine, the intensity of the TMB
staining (especially in the embryo) was less than that for those
imbibed in water, indicating that guazatine probably reduced
POD activity in the rice seeds.
Activity of Rice PAO(s), for Which Spm Is
the Optimal Substrate, Increased
Gradually in Embryos of Rice Seeds
upon Water Imbibition and Was Intensely
Inhibited by Guazatine Imbibition
A crude PAO embryo extract was assessed for PAO activity.
Initially, we determined the substrate specificities and optimum
absorption peak for the assay with Spm, Spd, and Put as
substrates. When assayed, the crude extract had an absorbance
peak centered at 515 nm (Figure 3A), a finding similar to that
for PAOs from the lateral root of soybean (peak maximum at
555 nm; Su et al., 2006). The maximum activity was obtained for
Spm as the substrate (Figure 3A). Therefore, Spm was used as the
substrate for the time course experiment described below.
We determined the PAO activity in embryos of rice seeds
during germination in water and in guazatine (Figure 3B). PAO
activity in dry seeds (0 time of imbibition) was minimal, but
increased in the embryos as the time of imbibition in water
increased. Furthermore, by the end of the experiment (48 h)
the mean radicle length was ∼1 cm (Figure 1A). The data
indicate that PAO activity may be important for seed germination
and radicle elongation. When the seeds were imbibed in 5 mM
guazatine, PAO activity in the embryo decreased strongly, and
it was significantly less than in dry seeds, suggesting that
guazatine specifically reduced PAO activity in the rice seed during
germination.
Phylogenetic Analysis of PAO Gene
Family Indicated 11 PAO Homologs in
Rice Were Classified into Four
Well-Conserved Subfamilies with
Distinct Subcellular Locations, Domain
Organizations, and Diversified Functions
To characterize the phylogenetic relationship among rice and
Arabidopsis PAO family genes, first a hidden Markov model
search was performed to find the sequences related to the
family specific amine_oxidase domains (PF01593), and a total
of 11 rice and 9 Arabidopsis PAO homologs were identified
(Supplementary Table S1). Then, an unrooted maximum-
likelihood (ML) phylogenetic tree (Figure 4) was constructed
using these sequences (Supplementary Figure S1). According
to the topology and the deep-duplication nodes of the tree,
these PAOs can be classified into the four well-known and
conserved subfamilies (I, IIa, IIb, and III; Figure 4A) with
statistical confidence. In addition to the typical amino_oxidase
domain found in these proteins, subfamily III also contain
a SWIRM (PF04433) domain upstream of the amino oxidase
domain (Figure 4B). Notably, the subfamily III proteins are not
PAOs, but histone lysine-specific demethylases, which catalyze
the demethylation of H3K4 histone lysine residues via an FAD-
dependent oxidation. These demethylases regulate plant growth
and developmental processes, e.g., flowering time and seed
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FIGURE 2 | Histochemical staining and quantification of H2O2 and O2− content, and peroxidase activity during germination of rice seeds in water or
guazatine. Histochemical staining for the location of (A) H2O2 (C) O2−, and (E) peroxidase activity in whole rice seeds and in (F) embryos of half granule seeds
after imbibition of water or 5 mM guazatine. Quantitative determination of (B) H2O2 content and (D) O2− production in seeds imbibed in water or in 5 mM guazatine.
Data are the mean ± SE of three biological replicates of 30 embryos (∼0.1 g total). Means denoted by the same letter did not significantly differ at P < 0.05
according to Fisher’s least significant difference test. FW, fresh weight.
dormancy (Spedaletti et al., 2008; Luo et al., 2014; Prakash et al.,
2014; Zhao et al., 2015).
Furthermore, we identified the subcellular locations of these
proteins with the use of the crop Proteins with Annotated
Locations database3 and SubCellular Proteomic database4,
respectively (Supplementary Table S1). The classifications,
locations, and functions (Tavladoraki et al., 1998; Cervelli et al.,
3http://croppal.org/
4http://suba.plantenergy.uwa.edu.au/
2006; Jiang et al., 2007; Takahashi et al., 2010; Fincato et al., 2012;
Ono et al., 2012; Liu et al., 2014a,b; Luo et al., 2014) of the proteins
are summarized in Figure 4B. The subfamily I, IIa, and IIb PAOs
are FAD-dependent amine oxidases and catalyze the catabolism
of PAs. The subfamily I PAOs catalyze the final step in PA
catabolism and are located extracellularly in the apoplast, whereas
the subfamily IIa and IIb PAOs catalyze the back conversion
of PAs and are located in the peroxisome and cytoplasm,
respectively. However, the subfamily III proteins, although they
have a typical amino oxidase domain, are histone lysine-specific
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FIGURE 3 | Identification of the optimal substrate and absorbance peak for crude PAO activity and measurement of PAO activity during rice seed
germination. (A) Substrate specificity and absorbance spectra found for the crude PAO activity in rice seeds after imbibed in water for 12 h. (B) Crude PAO activity
in rice seeds, imbibed in water or in 5 mM guazatine at 3, 6, 12, 24, and 48 h, was determined using Spm as the substrate. Data are the mean ± SE of three
biological replicates of 60 embryos (∼0.2 g total). Means denoted by the same letter did not significantly differ at P < 0.05 according to Fisher’s least significant
difference test.
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FIGURE 4 | Phylogenetic tree, predicted locations and functions of PAO protein family. (A) Unrooted maximum-likelihood phylogenetic tree for rice and
Arabidopsis PAO protein family constructed based on an amino acid sequence alignment of their amino_oxidase domains. Human, maize, and barley sequences are
included. HsPAOX (Homo sapiens, ENSP00000278060), HsSMOX (H. sapiens, ENSP00000307252), HsKDMA (H. sapiens, ENSP00000383042), ZmPAO1 (Zea
mays, NM_001111636), HvPAO1/2 (Hordeum vulgare, AJ298131 and AJ298132). The associated bootstrap values from 1000 replications are given at their nodes,
and the branch lengths are drawn to scale. The subfamily members are bracketed by color, and their subfamily numbers, I, IIa, IIb, and III, are shown to the right of
the tree. (B) Domain organizations (left), and predicted functions and locations (right).
H3K4 demethylases, and are found in many different organelles
such as the nucleus, cytoplasm, plastid, and mitochondria. Thus,
given their domain organizations and catalytic activities, these
proteins can be categorized as typical PAOs (subfamilies I,
IIa, and IIb, OsPAO1–7 and AtPAO1–5) and atypical PAOs or
lysine-specific demethylases (subfamily III, OsPAO8–11 and
AtPAO6–9).
The Expression Profiles of OsPAO1–7
Differ Significantly during Germinations,
and the Transcript Level of OsPAO5
Parallels that of PAO Activity and Change
in H2O2 Content in the Embryo during
Germination
We examined the expression patterns of OsPAO1/3–5/7, by
displaying the rice microarray data from the Genevestigator
database as heat maps (Figure 5A) and found significant
differences in the expression of these genes during germination
as opposed to dry seeds. Moreover, the expression levels
of these genes were distinctly different for the embryo and
endosperm during germination. The OsPAO5 expression levels
were markedly upregulated (1.48–8.76 fold) in germinating
seeds compared with those in dry seeds, whereas other OsPAO
expression levels were not obviously different (Figure 5A;
Supplementary Table S2).
To further assess the expression profiles of OsPAO1–7, qPCR
was performed, and the results (Figure 5B) are consistent with
the expression patterns from the microarray data. Transcription
of OsPAO5 was markedly upregulated in the embryos of
germinating seeds compared with that in dry seeds, and
the expression of OsPAO6/7 was significantly downregulated,
whereas the expression levels of the other genes were not
obviously changed.
The expression profile of OsPAO5 was then examined
throughout the course of seed germination (at 0, 3, 6, 12,
24, and 48 h) by qPCR (Figure 5C). For seeds imbibed in
water, the OsPAO5 expression in the embryos progressively
increased reaching its greatest value at 48 h. In contrast, for seeds
imbibed in 5 mM guazatine, OsPAO5 expression in the embryos
increased until 6 h after which it decreased and seemed to be
repressed by 12 h (Figure 5C). These results were consistent with
those for PAO activity (Figure 3), changes in H2O2 content in
embryos (Figure 2), and germination percentage in the rice seed
(Figure 1), suggesting that OsPAO5 is responsible for the PAO
level and activity, and has an important role during germination
of rice seeds.
DISCUSSION
Involvement of H2O2 Generated by PAO
Activity during Germination of Rice
Seeds
For seeds of dicots, e.g., Arabidopsis, lettuce, and tomato, the
endosperm cap is the main barrier to germination (Nonogaki
et al., 2000; Müller et al., 2006; Zhang et al., 2014; Chen
et al., 2016). Weakening of the cap and radicle elongation are
required for completion of germination. However, for seeds of
monocots, e.g., purple false brome, rice, barley, and maize, the
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FIGURE 5 | Expression profiles of OsPAO genes during germination of
rice seeds. (A) Expression profiles (heat maps) obtained from rice microarray
(Os_51k array) data as reported by GENEVESTIGATOR V3. Expression
profiles for OsPAO2 and OsPAO6 were unavailable. The green/red coding
reflects the relative expression levels with dark green representing strong
downregulation and dark red representing strong upregulation. The
corresponding numerical values are shown in Supplementary Table S2.
(Continued)
FIGURE 5 | Continued
(B) The expression levels of OsPAO1∼7 in embryos assayed by qPCR after
seeds had been imbibed in water for 0, 12, or 24 h. Data are the mean ± SE of
three biological replicates of 30 embryos (∼0.1 g total). Significant differences
for the qPCR data were assessed by the Student’s t-test (∗P < 0.05;
∗∗P < 0.01). (C) OsPAO5 expression patterns in the embryo assayed by qPCR
after seed imbibition of water or 5 mM guazatine at 0, 3, 6, 12, 24, and 48 h.
Data are the mean ± SE of three biological replicates of 30 embryos (∼0.1 g
total). Means denoted by the same letter did not significantly differ at P < 0.05
according to Fisher’s least significant difference test.
main function of the endosperm is to provide nutritional energy
for germination and seedling establishment (Bewley et al., 2013),
and the coleorhiza is the main obstacle to radicle protrusion.
Emergence of monocot radicles may depend on softening of
the coleorhiza, and on the expansive force of the imbibing
radicle cells (Gonzalez-Calle et al., 2015). For the study reported
herein, we observed that the coleorhiza first protrude from the
pericarp and then the radicle and coleoptile emerge from the
coleorhiza during germination of rice seeds (Figure 1). Thus,
the rice coleorhiza functions in a manner similar to that of
the endosperm cap in dicot seeds. Endosperm cap weakening
and radicle elongation during germination of dicot seeds require
cell wall loosening, which involves both enzymes, e.g., mannase
and cellulase, and non-enzymatic reactions, e.g., those of ROS
(Nonogaki et al., 2010; Zhang et al., 2014; Scheler et al., 2015;
Chen et al., 2016). These two types of reactions also appear to
be required for germination of monocot seeds. For example,
mannase activity has been detected in the coleorhiza and radicle
during germination of rice and purple false brome seeds (Ren
et al., 2008; Gonzalez-Calle et al., 2015). In our study, we found
that the production and accumulation of H2O2 was greater in the
coleorhiza and radicle than in the coleoptile of germinating rice
seeds (Figure 2), indicating that H2O2 might be involved in the
loosening of coleorhiza and radicle cell walls, which is a finding
similar to what we found for germination in lettuce seeds (Zhang
et al., 2014).
In addition to NADPH oxidases, PAOs and oxalate oxidases
are enzymes that produce H2O2 (Cona et al., 2006; An et al.,
2008). H2O2, O2−, and ·OH have been found to be involved
in the loosening of cell walls (Müller et al., 2009). In the
apoplast, ·OH, produced from O2− and H2O2, may directly
cleave wall polysaccharides to help destroy the integrity of the
cell (Schweikert et al., 2000; Liszkay et al., 2004) and facilitate
completion of germination (Zhang et al., 2014). We found that
exogenous H2O2 promoted germination of rice seeds, whereas
this process was inhibited by the H2O2 scavenger, DMTU
(Figure 1; Ben Rejeb et al., 2015), suggesting that H2O2 is
necessary for the germination process, a conclusion similar to
that found for germination of sunflower seeds (Oracz et al., 2009).
When the rice seeds were imbibed in water, the H2O2 content
and PAO activity increased and paralleled that of the germination
percentage. Conversely, for seeds imbibed in the PAO inhibitor,
guazatine (Figures 2 and 3; Atanasov et al., 2016), germination
was strongly inhibited, as was the H2O2 content and PAO activity
in the embryos. These data indicate that PAO-produced H2O2 is
essential for germination. Similar results by Zhang et al. (2011)
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demonstrated that PAO-produced H2O2 promotes germination
of lettuce seeds. Moreover, much evidence supports the notion
that PAO-generated H2O2 regulates such physiological processes
as closure of fava bean stoma (An et al., 2008), development
of soybean lateral roots (Su et al., 2006) and hypersensitive cell
death of tobacco (Yoda et al., 2003, 2006). Additionally, the O2−
concentration and POD activity were increased in rice seeds when
germinated in water (Figure 2), suggesting that H2O2, O2−, and·OH are important to seed germination via their loosening of the
coleorhiza cell walls of rice seeds (Schweikert et al., 2000; Liszkay
et al., 2004; Müller et al., 2009). Interestingly, guazatine hardly
inhibited the rate of O2− production but intensely suppressed
H2O2 production (Figure 2), which indicates that guazatine is
not an effective inhibitor of O2− production but is specific for
H2O2 generation. Guazatine slightly suppressed POD activity
(Figure 2), which might indirectly reflect the rate of ·OH
production (Müller et al., 2009). Consequently, we speculate that
a decrease in H2O2 production may reduce ·OH production and
thereby inhibit germination of rice seeds.
Functional Diversity of OsPAO Genes
and the Possible Role(s) of OsPAO5 in
the Germination of Rice Seeds
Gene duplication is often found to have occurred in eukaryotic
genomes and thereby has contributed to biological diversity
(Van de Peer et al., 2009; Magadum et al., 2013). Fusion of
sequences encoding additional domains after gene duplication
can lead to new functions associated with the duplicated gene
products (Kaessmann, 2010). We identified 11 PAO homologs
in the rice genome, which are distributed on chromosomes 1,
2, 4, 8, 9, and 10 (Supplementary Table S1). These proteins were
classified into the four known and well-conserved subfamilies, I,
IIa, IIb, and III, which have distinct subcellular locations, domain
organizations, and functions (Figure 4). These observations
suggest that a duplication of an ancestral PAO gene might have
led to the expansion of the PAO gene family, which is associated
with functional divergence. Unlike OsPAO1–7, members of
subfamilies I, IIa, and IIb; OsPAO8–11 encode histone lysine-
specific demethylases, which are involved in control of flowering
time and seed dormancy. The N-terminal SWIRM domain found
in OsPAO8–11 may be the result of gene fusion, which may,
therefore, have resulted in the functional diversity of rice PAO
family members. This phenomenon is similar to what we found
for NAD(H) kinase and NADPH oxidase (Scheler et al., 2015)
family members (Li et al., 2014; Chang et al., 2016).
In plants, PAOs have diversified biochemical properties and
physiological functions (Cona et al., 2006; Kusano et al., 2008;
Moschou et al., 2008b; Alcázar et al., 2010; Angelini et al., 2010;
Fincato et al., 2011; Wimalasekera et al., 2011). To begin with,
PAOs were demonstrated the key enzyme for regulating cellular
PAs levels which are critical for developmental processes, e.g.,
embryogenesis (Bertoldi et al., 2004; De-la-Pena et al., 2008),
germination (Bethke et al., 2004; Liszkay et al., 2004), root growth
(Cona et al., 2005), and flowering and senescence (Kakkar and
Sawhney, 2002); for tolerance to stresses such as drought (Alcázar
et al., 2006), salinity (Groppa and Benavides, 2008), temperature
extremes (Groppa and Benavides, 2008), mineral deficiency, and
wounding; and for defense against pathogens (Moschou et al.,
2008c, 2009). Far from being only a means of regulating cellular
polyamine levels, PAO contribute to important physiological
processes through their reaction products [i.e., amino aldehydes,
1,3-diaminopropane (DAP) and hydrogen peroxide (H2O2)] that
is we focus on. For example, PAs, DAP and H2O2 were the key
signals associated with development, stress tolerance and defense
in plants (Alcázar et al., 2010; Hussain et al., 2011; Wimalasekera
et al., 2011). H2O2 derived from apoplastic catabolism of PAs
acts synergistically with NO for the expression of defense and
detoxification genes, and during hypersensitive reaction and
developmental programmed cell death (Mittler et al., 2004;
Moschou et al., 2008a; Wimalasekera et al., 2011).
Furthermore, PAO homologures includes PAOs, e.g.,
OsPAO1–7 and AtPAO1–5, and histone lysine-specific
demethylases, e.g., OsPAO8–11 (OsHDMA701∼704) and
AtPAO6∼9 (AtLDL1–3, AtFLD; Figure 4) with the first group
catalyzing the terminal catabolism or back-conversion of PAs
(Fincato et al., 2011; Kim et al., 2014; Liu et al., 2014a,b) and
the second catalyzing the demethylation of histone H3K4 (Shi
et al., 2004; Zhou and Ma, 2008; Zhao et al., 2015). These studies
suggest that plant PAOs have multiple functions and are involved
indirectly in developmental and physiological processes. The rice
PAO homologs are divided into multiple subfamilies suggesting
the functional diversity of these proteins as well.
Seed germination is a complex physiological and biochemical
process that involves a series of signal transduction and
regulation of gene expression (Bewley, 1997; Finch-Savage and
Leubner-Metzger, 2006; Gomes and Garcia, 2013; He and Yang,
2013; Han and Yang, 2015). We confirmed that PAOs are
involved in germination of rice seed and that they regulate
H2O2 production via oxidative degradation of PAs (Figures 1–
3). The PAO gene family in rice encodes 11 homologous
proteins (Figure 4), but which of these protein(s) is important to
germination was unclear prior to this report. Thus, we conducted
microarray analysis and qPCR (Figure 5) to identify which of the
seven PAOs (OsPAO1–7) is most important for germination. We
found that OsPAO5 is potentially the most important gene as its
expression profile increased during the time seeds were imbibed
in water. Transcription was somewhat inhibited by the specific
PAO inhibitor guazatine as was accumulation of H2O2 and the
PAO activity in the imbibed seeds.
Taken together, although major structural differences exist
in seeds of monocot and dicot, the underlying mechanisms for
regulation of seed germination seem similar as coleorhiza or
endosperm weakening, respectively, and radicle elongation are
required for all seed germination (Gonzalez-Calle et al., 2015).
As with many dicot seeds, including those of lettuce (Zhang
et al., 2014) and tomato (Morohashi, 2002), H2O2 specifically
accumulates in the coleorhiza and radicle of the germinating
rice seed. Moreover, PAOs, as enzymes that produce H2O2
by oxidation of PAs, are increasingly activity in imbibed rice
seeds. The observed changes in germination percentage, H2O2
production, and PAO activity in the germinating rice seeds,
suggest that H2O2 produced by PAOs is important to coleorhiza-
limited germination. Given the functional classifications of the
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rice PAOs and the transcript expression of their genes during
germination, OsPAO5 probably is the gene that encodes most of
the PAO activity that we observed during germination. Future
studies should focus on the physiological role(s) of OsPAO5
and other OsPAOs, and the involvement of H2O2 and OsPAOs
during germination, as they will help develop genetic methods,
e.g., gene knockout and over-expression, that will increase our
knowledge of how germination occurs.
AUTHOR CONTRIBUTIONS
B-XC and W-YL conceived and designed the experiments,
analyzed the data and wrote the paper; B-XC and Y-TG
performed all the experimental research and W-YL carried out
bioinformatics analysis and provided funding; B-XC, W-YL, and
Z-JC critically revised the manuscript. W-NZ offered the help
for photography; Q-JL, ZC, and JL provided some advice for the
revision of the manuscript. All authors read and approved the
final manuscript.
ACKNOWLEDGMENTS
This work was supported by the Natural Science Foundation
of China (No. 31401300), the Natural Science Foundation
of Guangdong Province (No. 2015A030313572 and No.
2016A030310320) and the Foundation of President of
Guangdong Academy of Agricultural Sciences (No. 201614).
SUPPLEMENTARY MATERIAL
The Supplementary Material for this article can be found online
at: http://journal.frontiersin.org/article/10.3389/fpls.2016.01219
REFERENCES
Alcázar, R., Altabella, T., Marco, F., Bortolotti, C., Reymond, M., Koncz, C., et al.
(2010). Polyamines: molecules with regulatory functions in plant abiotic stress
tolerance. Planta 231, 1237–1249. doi: 10.1007/s00425-010-1130-0
Alcázar, R., Marco, F., Cuevas, J. C., Patron, M., Ferrando, A., Carrasco, P.,
et al. (2006). Involvement of polyamines in plant response to abiotic stress.
Biotechnol. Lett. 28, 1867–1876. doi: 10.1007/s10529-006-9179-3
An, Z., Jing, W., Liu, Y., and Zhang, W. (2008). Hydrogen peroxide generated by
copper amine oxidase is involved in abscisic acid-induced stomatal closure in
Vicia faba. J. Exp. Bot. 59, 815–825. doi: 10.1093/jxb/erm370
Angelini, R., Cona, A., Federico, R., Fincato, P., Tavladoraki, P., and Tisi, A. (2010).
Plant amine oxidases “on the move”: an update. Plant Physiol. Biochem. 48,
560–564. doi: 10.1016/j.plaphy.2010.02.001
Atanasov, K. E., Barboza-Barquero, L., Tiburcio, A. F., and Alcazar, R. (2016).
Genome wide association mapping for the tolerance to the polyamine oxidase
inhibitor guazatine in Arabidopsis thaliana. Front. Plant Sci. 7:401. doi:
10.3389/fpls.2016.00401
Ben Rejeb, K., Lefebvre-De Vos, D., Le Disquet, I., Leprince, A.-S., Bordenave, M.,
Maldiney, R., et al. (2015). Hydrogen peroxide produced by NADPH oxidases
increases proline accumulation during salt or mannitol stress in Arabidopsis
thaliana. New Phytol. 208, 1138–1148. doi: 10.1111/nph.13550
Bertoldi, D., Tassoni, A., Martinelli, L., and Bagni, N. (2004). Polyamines and
somatic embryogenesis in two Vitis vinifera cultivars. Physiol. Plant. 120,
657–666. doi: 10.1111/j.0031-9317.2004.0282.x
Bethke, P. C., Gubler, F., Jacobsen, J. V., and Jones, R. L. (2004). Dormancy of
Arabidopsis seeds and barley grains can be broken by nitric oxide. Planta 219,
847–855. doi: 10.1007/s00425-004-1282-x
Bewley, J. D. (1997). Seed germination and dormancy. Plant Cell 9, 1055–1066. doi:
10.1105/tpc.9.7.1055
Bewley, J. D., Bradford, K. J., Hilhorst, H. W. M., and Nonogaki, H. (2013).
Seeds: Physiology of Development, Germination and Dormancy. New York, NY:
Springer-Verlag.
Cervelli, M., Bianchi, M., Cona, A., Crosatti, C., Stanca, M., Angelini, R., et al.
(2006). Barley polyamine oxidase isoforms 1 and 2, a peculiar case of gene
duplication. FEBS J. 273, 3990–4002. doi: 10.1111/j.1742-4658.2006.05402.x
Chang, Y. L., Li, W. Y., Miao, H., Yang, S. Q., Li, R., Wang, X., et al. (2016).
Comprehensive genomic analysis and expression profiling of the NOX gene
families under abiotic stresses and hormones in plants. Genome Biol. Evol. 8,
791–810. doi: 10.1093/gbe/evw035
Chen, B., Ma, J., Xu, Z., and Wang, X. (2016). Abscisic acid and ethephon
regulation of cellulase in the endosperm cap and radicle during lettuce seed
germination. J. Integr. Plant Biol. doi: 10.1111/jipb.12479 [Epub ahead of print].
Cona, A., Moreno, S., Cenci, F., Federico, R., and Angelini, R. (2005). Cellular re-
distribution of flavin-containing polyamine oxidase in differentiating root and
mesocotyl of Zea mays L. seedlings. Planta 221, 265–276. doi: 10.1007/s00425-
004-1435-y
Cona, A., Rea, G., Angelini, R., Federico, R., and Tavladoraki, P. (2006). Functions
of amine oxidases in plant development and defence. Trends Plant Sci. 11,
80–88. doi: 10.1016/j.tplants.2005.12.009
D’Autreaux, B., and Toledano, M. B. (2007). ROS as signalling molecules:
mechanisms that generate specificity in ROS homeostasis. Nat. Rev. Mol. Cell
Biol. 8, 813–824. doi: 10.1038/nrm2256
De-la-Pena, C., Galaz-Avalos, R. M., and Loyola-Vargas, V. M. (2008). Possible
role of light and polyamines in the onset of somatic embryogenesis of Coffea
canephora. Mol. Biotechnol. 39, 215–224. doi: 10.1007/s12033-008-9037-8
El-Maarouf-Bouteau, H., and Bailly, C. (2008). Oxidative signaling in
seed germination and dormancy. Plant Signal. Behav. 3, 175–182. doi:
10.4161/psb.3.3.5539
Fincato, P., Moschou, P. N., Ahou, A., Angelini, R., Roubelakis-Angelakis, K. A.,
Federico, R., et al. (2012). The members of Arabidopsis thaliana PAO gene
family exhibit distinct tissue- and organ-specific expression pattern during
seedling growth and flower development. Amino Acids 42, 831–841. doi:
10.1007/s00726-011-0999-7
Fincato, P., Moschou, P. N., Spedaletti, V., Tavazza, R., Angelini, R., Federico, R.,
et al. (2011). Functional diversity inside the Arabidopsis polyamine oxidase gene
family. J. Exp. Bot. 62, 1155–1168. doi: 10.1093/jxb/erq341
Finch-Savage, W. E., and Leubner-Metzger, G. (2006). Seed dormancy and
the control of germination. New Phytol. 171, 501–523. doi: 10.1111/j.1469-
8137.2006.01787.x
Gomes, M. P., and Garcia, Q. S. (2013). Reactive oxygen species and seed
germination. Biologia 68, 351–357. doi: 10.2478/s11756-013-0161-y
Gonzalez-Calle, V., Barrero-Sicilia, C., Carbonero, P., and Iglesias-Fernandez, R.
(2015). Mannans and endo-beta-mannanases (MAN) in Brachypodium
distachyon: expression profiling and possible role of the BdMAN genes
during coleorhiza-limited seed germination. J. Exp. Bot. 66, 3753–3764. doi:
10.1093/jxb/erv168
Groppa, M. D., and Benavides, M. P. (2008). Polyamines and abiotic stress: recent
advances. Amino Acids 34, 35–45. doi: 10.1007/s00726-007-0501-8
Han, C., and Yang, P. (2015). Studies on the molecular mechanisms of seed
germination. Proteomics 15, 1671–1679. doi: 10.1002/pmic.201400375
He, D., and Yang, P. (2013). Proteomics of rice seed germination. Front. Plant Sci.
4:246. doi: 10.3389/fpls.2013.00246
Hruz, T., Laule, O., Szabo, G., Wessendorp, F., Bleuler, S., Oertle, L., et al.
(2008). Genevestigator v3: a reference expression database for the meta-
analysis of transcriptomes. Adv. Bioinformatics 2008:420747. doi: 10.1155/2008/
420747
Hussain, S. S., Ali, M., Ahmad, M., and Siddique, K. H. M. (2011). Polyamines:
natural and engineered abiotic and biotic stress tolerance in plants. Biotechnol.
Adv. 29, 300–311. doi: 10.1016/j.biotechadv.2011.01.003
Frontiers in Plant Science | www.frontiersin.org 11 August 2016 | Volume 7 | Article 1219
fpls-07-01219 August 10, 2016 Time: 12:21 # 12
Chen et al. PAO and Rice Seed Germination
Iglesias-Fernandez, R., and Matilla, A. J. (2010). Genes involved in ethylene and
gibberellins metabolism are required for endosperm-limited germination of
Sisymbrium officinale L. seeds: germination in Sisymbrium officinale L. seeds.
Planta 231, 653–664. doi: 10.1007/s00425-009-1073-5
Jiang, D., Yang, W., He, Y., and Amasino, R. M. (2007). Arabidopsis relatives of
the human lysine-specific Demethylase1 repress the expression of FWA and
FLOWERING LOCUS C and thus promote the floral transition. Plant Cell 19,
2975–2987. doi: 10.1105/tpc.107.052373
Kaessmann, H. (2010). Origins, evolution, and phenotypic impact of new genes.
Genome Res. 20, 1313–1326. doi: 10.1101/gr.101386.109
Kakkar, R. K., and Sawhney, V. K. (2002). Polyamine research in plants –
a changing perspective. Physiol. Plant. 116, 281–292. doi: 10.1034/j.1399-
3054.2002.1160302.x
Kamada-Nobusada, T., Hayashi, M., Fukazawa, M., Sakakibara, H., and
Nishimura, M. (2008). A putative peroxisomal polyamine oxidase, AtPAO4, is
involved in polyamine catabolism in Arabidopsis thaliana. Plant Cell Physiol. 49,
1272–1282. doi: 10.1093/pcp/pcn114
Kim, D. W., Watanabe, K., Murayama, C., Izawa, S., Niitsu, M., Michael,
A. J., et al. (2014). Polyamine oxidase 5 regulates arabidopsis growth
through thermospermine oxidase activity. Plant Physiol. 165, 1575–1590. doi:
10.1104/pp.114.242610
Kusano, T., Berberich, T., Tateda, C., and Takahashi, Y. (2008). Polyamines:
essential factors for growth and survival. Planta 228, 367–381. doi:
10.1007/s00425-008-0772-7
Leubner-Metzger, G., and Meins, F. Jr. (2000). Sense transformation reveals a novel
role for class I beta-1, 3-glucanase in tobacco seed germination. Plant J. 23,
215–221. doi: 10.1046/j.1365-313x.2000.00773.x
Li, W. Y., Wang, X., Li, R., Li, W. Q., and Chen, K. M. (2014). Genome-
wide analysis of the NADK gene family in plants. PLoS ONE 9:e101051. doi:
10.1371/journal.pone.0101051
Liszkay, A., Van Der Zalm, E., and Schopfer, P. (2004). Production of reactive
oxygen intermediates (O2 ·−, H2O2, and ·OH) by maize roots and their role
in wall loosening and elongation growth. Plant Physiol. 136, 3114–3123. doi:
10.1104/pp.104.044784
Liu, T., Kim, D. W., Niitsu, M., Maeda, S., Watanabe, M., Kamio, Y., et al. (2014a).
Polyamine oxidase 7 is a terminal catabolism-type enzyme in Oryza sativa
and is specifically expressed in anthers. Plant Cell Physiol. 55, 1110–1122. doi:
10.1093/pcp/pcu047
Liu, T., Wook Kim, D., Niitsu, M., Berberich, T., and Kusano, T. (2014b).
POLYAMINE OXIDASE 1 from rice (Oryza sativa) is a functional ortholog
of Arabidopsis POLYAMINE OXIDASE 5. Plant Signal. Behav. 9:e29773. doi:
10.4161/psb.29773
Luo, M., Hung, F.-Y., Yang, S., Liu, X., and Wu, K. (2014). Histone lysine
demethylases and their functions in plants. Plant Mol. Biol. Rep. 32, 558–565.
doi: 10.1007/s11105-013-0673-1
Magadum, S., Banerjee, U., Murugan, P., Gangapur, D., and Ravikesavan, R. (2013).
Gene duplication as a major force in evolution. J. Genet. 92, 155–161. doi:
10.1007/s12041-013-0212-8
Mattoo, A. K., Minocha, S. C., Minocha, R., and Handa, A. K. (2010).
Polyamines and cellular metabolism in plants: transgenic approaches
reveal different responses to diamine putrescine versus higher polyamines
spermidine and spermine. Amino Acids 38, 405–413. doi: 10.1007/s00726-009-
0399-4
Millar, A. A., Jacobsen, J. V., Ross, J. J., Helliwell, C. A., Poole, A. T., Scofield, G.,
et al. (2006). Seed dormancy and ABA metabolism in Arabidopsis and barley:
the role of ABA 8’-hydroxylase. Plant J. 45, 942–954. doi: 10.1111/j.1365-
313X.2006.02659.x
Mittler, R., Vanderauwera, S., Gollery, M., and Van Breusegem, F. (2004).
Reactive oxygen gene network of plants. Trends Plant Sci. 9, 490–498. doi:
10.1016/j.tplants.2004.08.009
Morohashi, Y. (2002). Peroxidase activity develops in the micropylar endosperm
of tomato seeds prior to radicle protrusion. J. Exp. Bot. 53, 1643–1650. doi:
10.1093/jxb/erf012
Mosammaparast, N., and Shi, Y. (2010). Reversal of histone methylation:
biochemical and molecular mechanisms of histone demethylases. Annu.
Rev. Biochem. 79, 155–179. doi: 10.1146/annurev.biochem.78.070907.
103946
Moschou, P. N., Paschalidis, K. A., Delis, I. D., Andriopoulou, A. H., Lagiotis,
G. D., Yakoumakis, D. I., et al. (2008a). Spermidine exodus and oxidation
in the apoplast induced by abiotic stress is responsible for H2O2 signatures
that direct tolerance responses in tobacco. Plant Cell 20, 1708–1724. doi:
10.1105/tpc.108.059733
Moschou, P. N., Paschalidis, K. A., and Roubelakis-Angelakis, K. A. (2008b). Plant
polyamine catabolism: the state of the art. Plant Signal. Behav. 3, 1061–1066.
doi: 10.4161/psb.3.12.7172
Moschou, P. N., Sanmartin, M., Andriopoulou, A. H., Rojo, E., Sanchez-Serrano,
J. J., and Roubelakis-Angelakis, K. A. (2008c). Bridging the gap between plant
and mammalian polyamine catabolism: a novel peroxisomal polyamine oxidase
responsible for a full back-conversion pathway in Arabidopsis. Plant Physiol.
147, 1845–1857. doi: 10.1104/pp.108.123802
Moschou, P. N., Sarris, P. F., Skandalis, N., Andriopoulou, A. H., Paschalidis, K. A.,
Panopoulos, N. J., et al. (2009). Engineered polyamine catabolism preinduces
tolerance of tobacco to bacteria and oomycetes. Plant Physiol. 149, 1970–1981.
doi: 10.1104/pp.108.134932
Moschou, P. N., Wu, J., Cona, A., Tavladoraki, P., Angelini, R., and Roubelakis-
Angelakis, K. A. (2012). The polyamines and their catabolic products are
significant players in the turnover of nitrogenous molecules in plants. J. Exp.
Bot. 63, 5003–5015. doi: 10.1093/jxb/ers202
Müller, K., Linkies, A., Vreeburg, R. A., Fry, S. C., Krieger-Liszkay, A., and Leubner-
Metzger, G. (2009). In vivo cell wall loosening by hydroxyl radicals during cress
seed germination and elongation growth. Plant Physiol. 150, 1855–1865. doi:
10.1104/pp.109.139204
Müller, K., Tintelnot, S., and Leubner-Metzger, G. (2006). Endosperm-
limited Brassicaceae seed germination: abscisic acid inhibits embryo-induced
endosperm weakening of Lepidium sativum (cress) and endosperm rupture
of cress and Arabidopsis thaliana. Plant Cell Physiol. 47, 864–877. doi:
10.1093/pcp/pcj059
Nonogaki, H. (2014). Seed dormancy and germination-emerging mechanisms and
new hypotheses. Front. Plant Sci. 5:233. doi: 10.3389/fpls.2014.00233
Nonogaki, H., Bassel, G. W., and Bewley, J. D. (2010). Germination—still a mystery.
Plant Sci. 179, 574–581. doi: 10.1016/j.plantsci.2010.02.010
Nonogaki, H., Gee, O. H., and Bradford, K. J. (2000). A germination-specific endo-
beta-mannanase gene is expressed in the micropylar endosperm cap of tomato
seeds. Plant Physiol. 123, 1235–1246. doi: 10.1104/pp.123.4.1235
Ono, Y., Kim, D. W., Watanabe, K., Sasaki, A., Niitsu, M., Berberich, T., et al.
(2012). Constitutively and highly expressed Oryza sativa polyamine oxidases
localize in peroxisomes and catalyze polyamine back conversion. Amino Acids
42, 867–876. doi: 10.1007/s00726-011-1002-3
Oracz, K., El-Maarouf-Bouteau, H., Kranner, I., Bogatek, R., Corbineau, F., and
Bailly, C. (2009). The mechanisms involved in seed dormancy alleviation by
hydrogen cyanide unravel the role of reactive oxygen species as key factors
of cellular signaling during germination. Plant Physiol. 150, 494–505. doi:
10.1104/pp.109.138107
Planas-Portell, J., Gallart, M., Tiburcio, A. F., and Altabella, T. (2013). Copper-
containing amine oxidases contribute to terminal polyamine oxidation in
peroxisomes and apoplast of Arabidopsis thaliana. BMC Plant Biol. 13:109. doi:
10.1186/1471-2229-13-109
Prakash, S., Singh, R., and Lodhi, N. (2014). Histone demethylases and control of
gene expression in plants. Cell. Mol. Biol. (Noisy-le-grand) 60, 97–105.
Quan, L. J., Zhang, B., Shi, W. W., and Li, H. Y. (2008). Hydrogen peroxide in
plants: a versatile molecule of the reactive oxygen species network. J. Integr.
Plant Biol. 50, 2–18. doi: 10.1111/j.1744-7909.2007.00599.x
Ren, Y., Bewley, J. D., and Wang, X. (2008). Protein and gene expression patterns
of endo-β-mannanase following germination of rice. Seed Sci. Res. 18, 139–149.
doi: 10.1017/S0960258508037987
Scheler, C., Weitbrecht, K., Pearce, S. P., Hampstead, A., Büttner-Mainik, A.,
Lee, K. J. D., et al. (2015). Promotion of testa rupture during garden cress
germination involves seed compartment-specific expression and activity of
pectin methylesterases. Plant Physiol. 167, 200–215. doi: 10.1104/pp.114.
247429
Schopfer, P., Plachy, C., and Frahry, G. (2001). Release of reactive oxygen
intermediates (superoxide radicals, hydrogen peroxide, and hydroxyl radicals)
and peroxidase in germinating radish seeds controlled by light, gibberellin, and
abscisic acid. Plant Physiol. 125, 1591–1602. doi: 10.1104/pp.125.4.1591
Frontiers in Plant Science | www.frontiersin.org 12 August 2016 | Volume 7 | Article 1219
fpls-07-01219 August 10, 2016 Time: 12:21 # 13
Chen et al. PAO and Rice Seed Germination
Schweikert, C., Liszkay, A., and Schopfer, P. (2000). Scission of polysaccharides
by peroxidase-generated hydroxyl radicals. Phytochemistry 53, 565–570. doi:
10.1016/S0031-9422(99)00586-5
Shafiq, S., Berr, A., and Shen, W. H. (2014). Combinatorial functions of diverse
histone methylations in Arabidopsis thaliana flowering time regulation. New
Phytol. 201, 312–322. doi: 10.1111/nph.12493
Shi, Y., Lan, F., Matson, C., Mulligan, P., Whetstine, J. R., Cole, P. A., et al. (2004).
Histone demethylation mediated by the nuclear amine oxidase homolog LSD1.
Cell 119, 941–953. doi: 10.1016/j.cell.2004.12.012
Spedaletti, V., Polticelli, F., Capodaglio, V., Schinina, M. E., Stano, P., Federico, R.,
et al. (2008). Characterization of a lysine-specific histone demethylase from
Arabidopsis thaliana. Biochemistry 47, 4936–4947. doi: 10.1021/bi701969k
Su, G. X., Zhang, W. H., and Liu, Y. L. (2006). Involvement of hydrogen
peroxide generated by polyamine oxidative degradation in the development of
lateral roots in soybean. J. Integr. Plant Biol. 48, 426–432. doi: 10.1111/j.1744-
7909.2006.00236.x
Takahashi, Y., Cong, R., Sagor, G. H., Niitsu, M., Berberich, T., and Kusano, T.
(2010). Characterization of five polyamine oxidase isoforms in Arabidopsis
thaliana. Plant Cell Rep. 29, 955–965. doi: 10.1007/s00299-010-0881-1
Tavladoraki, P., Rossi, M. N., Saccuti, G., Perez-Amador, M. A., Polticelli, F.,
Angelini, R., et al. (2006). Heterologous expression and biochemical
characterization of a polyamine oxidase from Arabidopsis involved in
polyamine back conversion. Plant Physiol. 141, 1519–1532. doi: 10.1104/
pp.106.080911
Tavladoraki, P., Schinina, M. E., Cecconi, F., Di Agostino, S., Manera, F., Rea, G.,
et al. (1998). Maize polyamine oxidase: primary structure from protein and
cDNA sequencing. FEBS Lett. 426, 62–66. doi: 10.1016/S0014-5793(98)00311-1
Tripathy, B. C., and OelMüller, R. (2012). Reactive oxygen species generation and
signaling in plants. Plant Signal. Behav. 7, 1621–1633. doi: 10.4161/psb.22455
Van de Peer, Y., Fawcett, J. A., Proost, S., Sterck, L., and Vandepoele, K. (2009).
The flowering world: a tale of duplications. Trends Plant Sci. 14, 680–688. doi:
10.1016/j.tplants.2009.09.001
Wimalasekera, R., Tebartz, F., and Scherer, G. F. (2011). Polyamines, polyamine
oxidases and nitric oxide in development, abiotic and biotic stresses. Plant Sci.
181, 593–603. doi: 10.1016/j.plantsci.2011.04.002
Wojtyla, L., Lechowska, K., Kubala, S., and Garnczarska, M. (2016). Different
modes of hydrogen peroxide action during seed germination. Front. Plant Sci.
7:66. doi: 10.3389/fpls.2016.00066
Yoda, H., Hiroi, Y., and Sano, H. (2006). Polyamine oxidase is one of the key
elements for oxidative burst to induce programmed cell death in tobacco
cultured cells. Plant Physiol. 142, 193–206. doi: 10.1104/pp.106.080515
Yoda, H., Yamaguchi, Y., and Sano, H. (2003). Induction of hypersensitive cell
death by hydrogen peroxide produced through polyamine degradation in
tobacco plants. Plant Physiol. 132, 1973–1981. doi: 10.1104/pp.103.024737
Zhang, F., Hu, W., and Su, G. (2011). The roles of hydrogen peroxide generated by
polyamine degradation in lettuce (Lactuca sativa L.) seed germination. J. Suzhou
Univ. (Nat. Sci.) 27, 84–89.
Zhang, Y., Chen, B., Xu, Z., Shi, Z., Chen, S., Huang, X., et al. (2014). Involvement
of reactive oxygen species in endosperm cap weakening and embryo elongation
growth during lettuce seed germination. J. Exp. Bot. 65, 3189–3200. doi:
10.1093/jxb/eru167
Zhao, M., Yang, S., Liu, X., and Wu, K. (2015). Arabidopsis histone demethylases
LDL1 and LDL2 control primary seed dormancy by regulating DELAY OF
GERMINATION 1 and ABA signaling-related genes. Front. Plant Sci. 6:159.
doi: 10.3389/fpls.2015.00159
Zhou, X., and Ma, H. (2008). Evolutionary history of histone demethylase families:
distinct evolutionary patterns suggest functional divergence. BMC Evol. Biol.
8:294. doi: 10.1186/1471-2148-8-294
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2016 Chen, Li, Gao, Chen, Zhang, Liu, Chen and Liu. This is an
open-access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) or licensor are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not comply with these
terms.
Frontiers in Plant Science | www.frontiersin.org 13 August 2016 | Volume 7 | Article 1219
